. Multilocus sequence analysis phylogeny based on 339 SNPs identified in 89 genes of 97 Mycobacterium tuberculosis complex strains. The same topology was obtained by neighbour-joining (NJ), maximum likelihood (ML) and Bayesian inference methods (BI) (see main methods for details). Values on the nodes represent percentage of clade support as obtained from 1,000 bootstrap pseudo-replicates for the NJ and ML analyses and Bayesian a posteriori values for the BI analysis. Asterisk indicates clade support lower than 50%. Erdman   LA4   P3   T22   T16   T78   T38   T60   T51   T30   T7   T61   T99 
